Capture More of the Transcriptome in Less Time

Traditional RNA SEQuoia Complete Stranded RNA

Library Prep Workflow Library Prep Kit Workflow ADVANTAGES
Input: RNA Transcripts Input: RNA Transcripts Use a broad range
e — e — of input quantities

(100 pg to 1 pg)

Step 1: Fragmentation and End Repair
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Step 1: Fragmentation and End Repair
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Avoid enzymatic bias by
using a non-enzymatic
fragmentation method

——— Step 2: Polyadenylation
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Capture all RNA biotypes,
regardless of size or
abundance

Step 3: cDNA Synthesis and Adapters Addition
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SEQzyme

Eliminate reverse transcriptase
and ligase bias using a unique
continuous synthesis reaction

Maintain >99% strandedness

Step 4: Purification and Cleanup

- I Increase throughput with

the automation-friendly,
magnetic bead-based
purification protocol

Step 5: Library Amplification

Reduce duplication rate with
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TUBES PERKIT: 7

Step 4: Purification and Cleanup TOTAL TIME:
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Step 5: Library Amplification
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TUBES PERKIT: 15+
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Visit bio-rad.com/SEQuoiaComplete for more information. B’O 'RAD



http://www.bio-rad.com/SEQuoiaComplete

